Supplementary Material
Figure S1. Determination of the optimal number of genetic clusters in 794 Turkish wheat landraces. (A) Mean log-likelihood L(K) ± standard deviation across ten independent STRUCTURE runs for K = 1-10. (B) First-order rate of change of the log-likelihood, L′(K) ± SD. (C) Absolute second-order rate of change, |L″(K)| ± SD. (D) ΔK statistic of Evanno et al. (2005), showing a single sharp maximum at K = 3.
Figure S2. Distribution of the 2,411 filtered SNPs across the 21 bread wheat chromosomes. (A) Chromosomes drawn to their physical length in the IWGSC RefSeq v1.0 assembly and shaded by SNP density (SNPs per 100 Mb); SNP counts are given at the right of each bar. (B) SNP density by sub-genome, one point per chromosome, with sub-genome means indicated. Densities are chromosome-level averages.
Table S1. Accession-level output for all 794 landraces: identifier, region and province of collection, STRUCTURE membership coefficients at K = 3, assigned cluster, redundancy group and group size. Supplied as a separate comma-separated file.
Table S2. Principal results recomputed on a deduplicated panel retaining one accession at random from each identical-genotype group within each region. Cluster membership was held fixed at the assignment obtained from the complete panel.
Table S3. Pairwise FST (Weir and Cockerham, 1984; upper block) and Nei's standard genetic distance (lower block) among the seven geographical regions, from 2,411 filtered SNPs. These values are displayed as an annotated heatmap in Figure 4A.
Table S4. The 91 pairwise comparisons among the 14 provinces represented by at least ten accessions, giving FST, geographical distance and climatic distance for each pair. Supplied as a separate comma-separated file.
Table S5. Single-variable screen of the 19 bioclimatic variables against pairwise genetic differentiation among the 14 provinces (Mantel r, 9,999 permutations) and against mean Cluster 2 membership per province (Pearson r, 9,999 permutations). All 38 tests were corrected together by the Benjamini-Hochberg procedure.
Table S6. Sensitivity of the genotypic redundancy analysis to the identity threshold and to the linkage rule. Identity is the proportion of jointly genotyped loci carrying the same call. The near-identity of the single-linkage and complete-linkage counts, and the lowest within-group identity observed, confirm that grouping did not chain dissimilar accessions together.
Table S7. The 19 bioclimatic variables for each of the 14 provinces entering the climatic analysis. Values are official Turkish State Meteorological Service normals for 1991-2020, and for Kahramanmaraş the corresponding WMO/NOAA record, computed from monthly temperature and precipitation means following the standard bioclimatic definitions (O’Donnell and Ignizio 2012). BIO3 and BIO15 are dimensionless indices. These are the values that were standardised across provinces to give the climatic distances used in Table 6 and Table S4. Supplied as a separate comma-separated file.

